Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.003 Å; R factor = 0.022; wR factor = 0.046; data-to-parameter ratio = 19.0.
In the crystal of the title salt, C 8 H 10 NO 2 + ÁBr À , the bromide anions and the phenylglycinium cations are linked through N-HÁ Á ÁBr, O-HÁ Á ÁBr and C-HÁ Á ÁO hydrogen bonds, generating sheets lying parallel to (001).
Related literature
For a similar compound with a different halogen anion, see: Ravichandran et al. (1998) . For related structures and background, see: Srinivasan et al. (2001) ; Bouchouit et al. (2004) ; Ramaswamy et al. (2001) ; Bouacida et al. (2006) ; Thomsen et al. (1994) . For biological importance, see: Satyam et al. (1996) ; Jayasinghe et al. (1994) ; Chun et al. (2010) ; Thomas & West (2011) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2004 ); cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT and XPREP (Bruker, 2004 ); program(s) used to solve structure: SIR92 (Altomare et al., 1993) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: PLATON (Spek, 2009 have been found to be increasing (Satyam et al., 1996; Jayasinghe et al., 1994) . Phenylglycine has been reported as a delivery tool for improving l-dopa absorption (Chun et al., 2010) and also found to have anti-inflammatory activity (Thomas et al., 2011) . The torsion angle N1-C7-C8-O1, which indicates the relative orientation of the carboxyl group and the amino N atom, is 15.5 (3)° and close to the corresponding value of 18.9°(5) reported for D-Phenylglycine Hydrochloride (Ravichandran et al., 1998) . The orientation of the phenyl ring as described by the torsion angle C5-C6-C7- 
The title compound (I), was prepared by mixing a 1:1 ratio of D-Phenylglycine and hydrobromic acid in water solvent.
The suitable single-crystal of the compound was selected for X-ray analysis from the above solution by slow evaporation method.
Refinement
The hydrogen atoms associated with C atoms were identified from the difference electron density peaks and subsequently treated as riding atoms with distances of d(C-H) = 0.98 Å (for CH) with U iso (H) = -1.5U eq (C) and d(C-H) = 0.93 Å (for aromatic CH) with U iso (H) = 1.2U eq (C). The carboxylic acid hydrogen was constrained to a distance of d(O-H) = 0.82 Å with U iso (H) = 1.5U eq (C) and the positions of NH 3 H atoms were also treated as riding about the parent atom.
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT and XPREP (Bruker, 2004 ); program(s) used to solve structure: SIR92 (Altomare et al., 1993 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: PLATON (Spek, 2009 
Figure 1
Displacement ellipsoid plot of the molecular structure drawn at the 40% probability level. ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

